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Commonly used methods for phylogenetic reconstruction of insects
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Abstract We briefly introduce the commonly used methods and programs for phylogenetic reconstruction of insects. We

discuss the advantages and disadvantages of these methods and evaluate them with an empirical study.
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The main steps of insect phylogenetic reconstruction
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>BHS100705061_Pangrapta_disruptalis«
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GTTTACTAATTCGTGCTGAATTAGGTAATCCAGGATCTTTAATTGGTGACGATCAAATTT

>BHS100705132_Callopistria_juventina+

GTTTATTAATTCGTGCTGAATTGGGAAACCCAGGATCATTAATTGGAGATGATCAAATTT-

>BHS100703102_Hadjina_chinensis«

GATTATTAATTCGTGCTGAATTAGGAACCCCAGGATCTTTAATTGGAGATGATCAAATTT«
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GTTTATTAATTCGTGCTGAATTAGGAAATCCTGGATCTTTAATTGGAGATGATCAAATTT-
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GATTATTAATTCGAGCTGAATTAGGAAATCCAGGATCTTTAATTGGAGATGATCAAATTT
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